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FIGURE	LEGENDS	
	
Fig	1	–	Distribution	of	the	GS20‐derived	sequences	across	fungal	classes	for	all	
samples	in	the	RaMPs	study.	The	chart	shows	the	reads	assigned	to	most	common	
classes	(>	1%)	as	a	proportion	of	all	acquired	sequences.	Unknown	sequences	did	
not	return	a	phylum	level	classification	in	our	BLAST	queries.	Group	“Other”	
includes	Agaricostilbomycetes	(0.01%	of	all	sequences),	Chytridiomycetes	(0.03%),	
Entomophthoromycotina	(0.04%),	Microbotryomycotina	(1%),	
Neocallimastigomycetes	(0.06%),	Orbiliomycetes	(0.09%),	Pucciniomycetes	
(0.04%),	Tremellomycetes	(0.11%),	Ustilaginomycetes	(0.11%).	
	
Fig	2	–	Rarefaction	(Mao	Tau)	analysis	of	fungal	communities	in	the	RaMPs	
experiment	manipulating	the	precipitation	intervals	and	temperatures.	P	=	extended	
precipitation	interval,	W	=	experimental	warming,	W	x	P	=	W	and	P	treatments	
combined.	Horizontal	lines	show	the	treatment	means.	Text	box	on	the	upper	left	
corner	lists	treatment	means	±	standard	deviations.	Vertical	line	shows	the	
subsampling	level	for	the	richness	and	diversity	estimators.		
	
Fig	3	–	Nonmetric	Multidimensional	Scaling	(NMS)	ordination	of	the	fungal	
community	data	in	the	RaMPs	experiment	manipulating	the	precipitation	intervals	
and	temperatures	(mean	axis	score	±	standard	deviation).	Percentages	on	axes	
show	the	proportion	of	the	variance	represented.	Inserts	provide	the	mixed	model	
ANOVA	tables	testing	treatment	differences	for	each	of	the	axes:	P	=	extended	
precipitation	interval,	W	=	experimental	warming,	W	x	P	=	W	and	P	treatments	
combined.	P‐values	for	the	F‐test	values:	ns	–	P	>	0.05.	
	
Fig	4	–	Rank	ordered	responses	of	fungi	on	a	class	level	to	manipulation	of	
precipitation	intervals	and	experimental	warming	(mean	±	standard	deviation).	
While	most	fungal	classes	show	no	significant	response,	Lecanoromycetes	increase	
in	frequency	in	response	to	experimental	warming.	This	response	is	not	significant	
after	correction	for	multiple	comparisons.		
	
